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AMENDMENTS TO THE SPECIFICATION : 

Please replace the paragraph beginning at page 10, line 
13, with the following rewritten paragraph: 

--The term ""recombinant " when used with reference to a 
cell, or nucleic acid, or vector, indicates that the cell, or 
nucleic acid, or vector, has been modified by the introduction of 
a heterologous nucleic acid or the alteration of a native nucleic 
acid, or that the cell is derived from a cell so modified. Thus, 
for example, recombinant cells express genes that are not found 
within the native (non-recombinant ) form of the cell or express 
native genes that are otherwise abnormally expressed, under 
expressed or not expressed at all. The term ''identical'' in the 
context of two nucleic acids or polypeptide sequences refers to 
the residues in the two sequences which are the same when aligned 
for maximum correspondence. Optimal alignment of sequences for 
comparison can be conducted, e.g., by the local homology 
algorithm of Smith and Waterman (1981) Adv. Appl . Math, 2:482, by 
the homology alignment algorithm of Needleman and Wunsch (1970) 
J. Mol . Biol. 48:443, by the search for similarity method of 
Pearson and Lipman (1988) Proc. Natl. Acad. Sci. USA 85:2444, by 
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FASTA, and TFASTA in the Wisconsin Genetics Software Package, 
Genetics Computer Group, 575 Science Dr., Madison WI) or by 
inspection. An additional algorithm that is suitable for 
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determining sequence similarity is the BLAST algorithm, which is 
described in Altshul et al. (1990) J. Mol , Biol. 215: 403-410. 
Software for performing BLAST analyses is publicly available 
through the National Center for Biotechnology Information 
(http : //wvjvj . ncbi . nlm. nih . gov/ ) . -- 
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